Supplementary Methods. Statistical test for conspecific density dependence of C.
maculatus.
We fitted a statistical model to the subset of our empirical data consisting of replications without C. chinensis males (1-10 C. maculatus pairs, n = 30) to examine the conspecific density dependence of per capita fecundity in C. maculatus. We assumed a Gaussian distribution for per capita fecundity. When mean per capita fecundity y is affected by conspecific density, it can be described as
where β 0 is the average per capita fecundity without density dependence, and β 1 is the coefficient of the density dependence. We also observed fecundity increase during the course of the experiment, which requires an additional term in equation (S1). Thus, mean total fecundity in a replicate can be de described as
Here, d is the date on which the replicate was prepared, and β 2 represents the effect of the date. Probability theory says that the sum of n independent identically distributed Gaussian variables with variance σ 2 follows the Gaussian distribution whose variance is nσ 2 . Hence we assumed a Gaussian distribution whose mean was y(1 − s i )N t and whose variance was proportional to (1 − s)N t . We fitted this model using the maximum likelihood method (Supplementary Table S1 ). (11) and (12) We reported model (equations (11) and (12)) fitting without conspecific density dependence in the main text. We similarly fitted the models with conspecific density dependence to the same data. When applied to data that included zero-fecundity (n = 335), the AIC of equation (11) was 3,423.4, which was smaller than the AIC = 3,427.3 for equation (12), indicating the better fit of equation (11). This difference in AIC corresponds to a significant difference in the descriptive power of the models (LRT: 
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